In this issue, there are 10 articles: six Original Articles, one Research Communication, two Application Notes, and one article in the category of Clinical Genomics. The first two original articles deal with patient-derived xenografts (PDX). First, Kim et al. (Ewha Womans University, Korea) presented PDX mouse models for 132 lung cancer patients and performed whole-exome sequencing to compare tumor, normal, and xenograft tissues. Through a computational analysis of the somatic mutations and copy number variations, the authors showed that the genomic and histological results agreed well, with more than 90% of concordant cases. Their analyses demonstrate the potential usefulness of PDX mouse models in cancer studies.
tional pipeline.
In this issue, there are two Application Notes. Park et al. (The Catholic University of Korea, Korea) developed a user-friendly tool, named prediction of avian influenza virus subtype (PAIVS). PAIVS is an analysis pipeline of next-generation sequencing (NGS)-based avian influenza virus (AIV) sequencing data that supports the pre-processing of NGS data, reference-guided AIV subtyping, de novo assembly, variant calling, and identifying the closest full-length sequences by BLAST, and then provides a graphical summary to the end user. Jiang et al. (Seoul National University, Korea) presented the HisCoM-PCA software for performing pathway analysis of SNP data using hierarchical structural component models. HisCoM-PCA is based on principal component analysis (PCA) for the dimensional reduction of SNPs in each gene, and a hierarchical structural component model for pathway analysis. The HisCoM-PCA software has several features.
Various selection criteria for the principal component scores in the PCA step can be specified by the user. Multiple public pathway databases and customized pathway information can be used to perform pathway analysis.
The one article in the Clinical Genomics section by Franke and Crowgey (Nemours Alfred I duPont Hospital for Children, USA) provides an evaluation of optimized best practices for genome analysis toolkit (GATK) algorithms, including Parabricks and Sentieon. The evaluation results would be highly informative for users to decide which algorithm of GATK to use to analyze large-scale human genomics datasets.
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